the di erence maps and re ned with the xed distance of 0.85±0.01 Å.
Discussion
Sulfanilic acid, as an aromatic molecule with various terminal functional groups, is a good hydrogen bond donor and acceptor. In 2002, the crystal structure of the acid has been reported by Low et al., in which the amino group accepts Wang et al.: C 10 H 18 N 2 O 3 S Table 3 : Atomic displacement parameters (Å 2 ).
Atom Site
the proton derived from the sulfonate to form the neutral compound [1] . It also can be found the acid can lose its proton of the sulfonate to become the related anion to interact with di erent organic cations such as ammonium [2] , methylammonium [3] , hydroxylammonium [4] , guanidinium [5] and triethylammonium [6] . However, the crystal structures of the acid and the tetraalkylammonium cations have not been reported before. As an extension of the related structures, the title compound tetramethylammonium sulfanilate was synthesized and and the crystal structure is reported here. In the title structure, there are one sulfanilate and one tetramethylammonium in the asymmetric unit as shown in the gure. Observing the crystallography independent sulfanilate, it is obvious that it can act as hydrogen bond donor and acceptor due to its amino group and deprotonated sulfonate group. The sulfanilate molecules connect with each other resulting in peanut-shaped hydrogen-bonded channels created by a pair of hydrogen bonds (N1-H· · · O2 and N1-H· · · O3). Among the channels, tetramethylammonium cations are contained to yield the stable crystal structure. Additionally, to strengthen the interaction between the anion and the cation, there may also exist weak C-H· · · O contacts between the terminal methyl groups of the cation and the related O atoms of the anion. That is to say, classical N-H· · · O and weak C-H· · · O play important roles in the crystal structure of the title compound.
